nucleotide coverage (avg c ) for consensuses was calculated by mapping k-mers of length 31 (length kmer ) with an identity of 100% and mapping proportion of 100% onto the consensuses and applying the following formula: Repeat consensuses were aligned with BLAT and 80% minimum identity as described in Methods. Note that the number of consensuses on the y-axes differ for each library.
Supplementary Figure 4.
Example of short length putative segmental duplication event. A 532 bp consensus from the real RepARK CLC library shows a pattern of SD (gray shaded) on chromosome X (100% identity). The snapshot was taken from flybase.org; chromosomal location and consensus lengths were added.
Supplementary Figure 5. Example of segmental duplications involving heterochromatin identified by the NGS de novo libraries.
A consensus from the simulated RepARK CLC library shows a pattern of SD (gray shaded) within chromosome 3L. This particular consensus also maps to the 3L heterochromatin. Red bar (4.4 kb) represents a pair of a SD detected by Eichler et al. The snapshot was taken from flybase.org; chromosomal locations, consensus lengths and SD annotation were added.
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